Incorporating interference into linkage analysis for experimental crosses.
The phenomenon of interference in genetic recombination is well-known and studied in a wide variety of organisms. Multilocus linkage analysis, which makes use of recombination patterns among all genetic markers simultaneously, is routinely used with data on humans and experimental organisms to build genetic maps. It is also used to try to determine the genes involved in traits of interest, such as common diseases. Most linkage analyses performed today ignore the occurrence of genetical interference. We present an extension to the Lander-Green algorithm for experimental crosses (backcross and intercross) to incorporate crossover interference according to the chi2 model. Simulation results show the impact of using this model on the accuracy of estimated genetic maps.